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FIGURE 1 

Amino acid sequence for full-length human wild type FAPa [SEQ> ID No. 1] 

(Residues 27-760 are underlined) 

MKTWVKIVFG VATSAVLALL WICIVL [ [RPSR] ] RPSR VHNSEEHTMR ALTLKDILNG 

TF5YKTFFPN 60 

WISGQEYLHQ SADNNIVLYN IETGQSYTIL SNRTMK5VNA SUYGLSPDRQ FVYLESDY5K 120 

LWRYSYTATY YIYDL5NGEF VRGNELPRPI QYLCWSPVGS KLAYVYQNNI YLKQRFGOPP 180 

FQITFNGREN KIFNGIPDWV YEEEMLATKY ALWWSPNGKF LAYAEFNDTD IPVIAYSYYG 240 

DEQYPRTINI PYPKAGAKNP WRIFIIDTT YPAYVGPQEV PVPAMIASSD YYF5WLTWVT 300 

DERVCLQMLK RVqNVSVLSI CDFREDWQTH DCPKTQEHIE ESRTGWAGGF FVSTPVFSYD 360 

AISYYKIFSD KDGYKHIHYI KDTVENAIQI TSGKWEAIMI FRVTQD5LFY SSNEFEEYPG 420 

RRNIYRISIG SYPP5KKCVT CHLRKERCQY YTASFSDYAK YYALVCYGPG IPISTLHDGR 460 

TDQEIKILEE NKELENALKH IQLPKEEIKK LEVDEITLWY KHILPPQFDR SKKYPLLIQV 54 0 

YGGPCSQSVR 5VFAVNWISY LASKEGMVIA LVPGRGTAFQ GDKLLYAVYR KLGVYEVEDQ 600 

ITAVRKFIEM GFIDEKRIAI WGW5YGGYVS SLALASGTGL FKCGIAVftPV SSWEYYASVY 660 

TEKFMGLFTK DDNLEHYKNS TVMARAEYFR NVPYLLIHGT ADDNVHFQNS AQIAKALVNA 72 0 

QVDFQAMWYS DQNHGLSGLS TtJHLYTHMTH FLKQCFSLSD 760 



Amino acid sequence for residues 27-760 of FAPa with a 
C-terminal 6x~histidine tag and a N- terminal signal sequence [SEQ. ID No. 3] 
(6x-histidine C-terminal tag and signal sequence are underlined) 

ADPGRPSRVH NSEENTMRAL TLKDILNGTF SYKTFFPNWI SGQEYLHQSA DNNIVLYNIE 60 

TGQSYTILSW RTMKSVNASN YGLSPDRQFV YLESDYSKLW RYSYTATYYI YDLSNGEFVR 120 

GNELPRPIQY LCWSPVGSKL AYVYQNNIYL KQRPGDPPFQ ITFNGRENKI FNGIPDWVYE lfiO 

EEMLATKYAL WWSPNGKFLA YAEFNDTDIP VIAYSYYGDE QYPRTINIPY PKAGAKNPW 240 

RIFIIDTTYP AYVGPQEVPV PAMIASSDYY FSWLTWVTDE RVCLQWLKRV QNVSVLSICD 300 

FREDWQTWDC PKTQEHIEES RTGWAGGFFV STPVFSYDAI SYYKIFSDKD GYKHIHYIKD 360 

TVEMAIQITS GKWEAINIFR VTQDSLFYSS NEFEEYPGRR NIYRISIGSY PPSKKCVTCH 420 

LRKERCQYYT ASFSDYAKYY ALVCYGPGIP ISTLHDGRTD QEIKILEENK ELENALKNIQ 480 

LPKEEIKKLE VDEITLWYKM ILPPQFDRSK KYPLL IQVYG GPCSQSVRSV FAVNWISYLA 540 

SKEGMVIALV DGRGTAFQGD KLLYAVYRKL GVYEVEDQIT AVRKFIEMGF IDEKRIAIWG 60 0 

WSYGGYVSSL ALASGTGLFK CGIAVAPVSS WEYYASVYTE RFMGLPTKDD NLEH¥KNSTV 660 

MARAEYFRNV DYLLIHGTAD DKTVHFQNSAQ IAKALVNAQV DFQAMWYSDQ MHGLSGLSTN 720 

HLYTHMTHFL KQCFSLSDHH HHHH 744 
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FIGURE 3 

LEGEND 

Column headings from left to right are (A)'Atom Number', (B)'Atom Type', (C)'Amino 
Acid', (D)'Chain Identifier', (E)'Amino Acid Number' (SEP. ID No. R (F)'X 
Coordinate*, (G)'Y Coordinate', (H)'Z Coordinate', ©'Occupancy' (OCC) and (J)'B 
factor'. 
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FIGURE 1 



Amino acid sequence for full-length human wild type FAPa [SEQ. ID No. 1) 

(Residues 27-760 are underlined) 



HKTWVKIVFG 


VATS A VL ALL 


VMCIVLRPSR 


VHNSEENTMR 


ALTLKDILNG 


TFSYKTFFPN 


60 


WISGQEYLHO 


SADNN1VLYN 


IETGQSYTIL 


StfRTMKSVNA 


SNYGLSPDRQ 


FVYLESDYSK 


120 


LWRYSYTATY 


YIYDLSNGEF 


VRGNELPRPI 


QYLCWSPVGS 


KLAYVYQNNI 


YLKQRPGDPP 


180 


FQITFMGREN 


KIFNGIPDWV 


YEEEMLATKY 


ALWWSPNGKF 


LAYAEFNDTD 


IPVIAYSYYG 


240 


DEQYPRTINI 


PYPKAGAKNP 


WRIFIIDTT 


YPAYVGPQEV 


PVPAMIASSD 


YYFSWLTWVT 


300 


DERVCLQWLK RVQNVSVLSI CDFREDWQTW DCPKTQEHIE 


ESRTGWAGGF 


FVSTPVFSYD 


360 


AISYYKIFSD 


KDGYKHIHYI 


KDTVENAIQI 
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FRVTQDSLFY 


SSNEFEEYPG 


420 


RRNIYRISIG 


SYPPSKKCVT 


CHLRKERCQY 


YTASF5DYAK 
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460 
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KMILPPQFDR 
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YGGPCSQSVR 
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GDKLLYAVYR 


KLGVYEVEDQ 


600 


ITAVRKFIEM 
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FKCGIAVAPV 
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Amino acid sequence for residues 27-760 of FAPa with a 
C-terminal 6x-histidine tag and a N-terminal signal sequence [SEQ. ID No. 3] 
(6x-histidine C-terminal tag and signal sequence are underlined) 



ADPG RPSRVH NS E ENTHRAL TLKDILNGTF SYKTFFPNWI SGQEYLHQSA DNNIVLYNIE 60 

TGQSYTILSN RTMKSVNASN YGLSPDRQFV YLESDYSKLW RYSYTATYYI YDLSHGEFVR 120 

GNELPRPIQY LCWSPVGSKL AYVYQNNIYL KQRPGDPPFQ ITFNGRENKI FNGIPDWVYE 180 

EEMLATKYAL WWSPNGKFLA YAEFNDTDIP VIAYSYYGDE QYPRTINIPY PKAGAKNPW 240 

RIFIIDTTYP AYVGPQEVPV PAMIASSDYY FSWLTWVTDE RVCLQWLKRV QNVSVLSICD 300 

FREDWQTWDC PKTQEHIEES RTGWAGGFFV STPVFSYDAI SYYKIFSDKD GYKHIHYIKD 360 

TVENAIQITS GKWEAINIFR VTQDSLFYSS KFEFEEYPGRR NIYRISIGSY PPSKKCVTCH 42 0 

LRKERCQYYT ASFSDYAKYY ALVCYGPGIP ISTLHDGRTD QEIKILEENK ELENALKNIQ 4 SO 

LPKEEIKKLE VDEITLWYKM ILPPQFDRSK KYPLLIQVYG GPCSQSVRSV FAVNWISYLA 540 

SKEGMVIALV DGRGTAFQGD KLLYAVYRKL GVYEVEDQIT AVRKFIEMGF IDEKRIAIWG 600 

WSYGGYVSSL ALASGTGLFK CGIAVAPVSS WEYYASVYTE RFMGLPTKDD MLEHYKNSTV 660 

MARAEYFRNV DYLL1HGTAD DNVHFQNSAQ IAKALVNAQV DFQAMWYSDQ NHGLSGLSTN 720 

HLYTHMTHFL KQCFSLSD HH HHHH 744 
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FIGURE 3 

LEGEND 

Column headings from left to right are (A)' Atom Number', (B)'Atom Type', (C)' Amino 
Acid', (D)'Chain Identifier', (E)'Amino Acid Number' (SEQ. ID No. 1), (F)'X 
Coordinate', (G)*Y Coordinate', (H)'Z Coordinate', (I)'Occupancy' (OCC) and (J)'B 
factor'. 
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